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Background: Cholera is the most severe of acute diarrhea epi-
demiccausedbyV. cholerae. It is classiﬁed into twobiotypes: classic
and El Tor, and three serotypes: Inaba, Ogawa and Hikojima. The
ﬁrst six cholera pandemics were caused by the classical biotype. In
1961, El Tor replaced the classical biotype upon occurrence of the
seventh pandemic. Since the last decade, a new variant of El Tor has
been documented. The project objective was to investigate the V.
cholerae strains circulating in sanctuaries sites in DRC.
Methods & Materials: Phenotypic and genotypic characteriza-
tion of ten strains of V. cholerae O1fromKalemie and Uvira isolated
in 2014 and 2015 were investigated by classical bacteriological
techniques, PCR and PFGE.
Results: These strains belong to the El Tor biotype and serotype
Ogawa. The presence of ctxB1 virulence gene suggests the exis-
tence of a variant of El Tor. Strains from Kalémie presented
four antibiotic resistance (colistin, nitrofurans, nalidixic acid and
Norﬂoxacin) whereas Uvira resistance was observed for seven
antibiotics (colistin, nitrofurans, nalidixic acid, Norﬂoxacin, Sulfon-
amides, Streptomycin Sulfonamides and trimethoprim Quinolone
resistance and mutations on gyrA and parC genes were observed.
The molecular genotyping method in this study; the pulsed ﬁeld
coupled to two enzymes Not I and Sﬁ I allowed to differentiate two
different strains circulating in Uvira and Kalemie.
Conclusion: Two different strains circulating in Uvira and
Kalemie have been highlighted both by their PFGE proﬁles and
antibiotic resistance.
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Background: Background: Infective endocarditis (IE) is a
microbial infection of the endothelial surface of the cardiac valves.
Despite advances it is associated with morbidity and mortality.
Rapid diagnosis, effective treatment, and prompt recognition of
complications are essential for good patient outcome.
Methods & Materials: Materials and methods: The medical
records of 191 patients clinically diagnosed with infective endo-
carditis were reviewed for clinical and microbiology data admitted
between January 2011 to Sep 2015. Blood cultures were detected
by using BacT/Alert FAN and SN aerobic bottles.68/191 cases were
positive for bacterial pathogens. The isolates were identiﬁed and
sensitivity was tested using API and Vitek 2 systems
Results: Results: The age range of the patients were17-54
years with a female preponderance. Chronic Rheumatic heart dis-
ease (CRHD) was the most common predisposing factor followed
by valvular abnormalities, mostly mitral stenosis. 24/191 cases
had Prosthetic valve endocarditis (PVE), 167/191 had Native valve
endocarditis (NVE).19/24(79.1%) PVE cases and 49/167 (29.34%)
NVE were culture positive. Culture negative endocarditis was
123/191(64.39%).
Isolates for NVE belonged to the Streptococcus species
and include Streptococcus mitis (15) Streptococcus sanguinis (8)
Streptococcus pyogenes (3), Streptococcus pneumonia (1), Entero-
coccus faecalis (5), Enterococcus faecium (6), Nutritionally variant
streptococci (2),Gemella morbillorum (2) Methicillin Resistant
Staphylococcus aureus (1) Methicillin Sensitive Staphylococcus
aureus (2),Brucella melitensis (2),and also includes Brevundimonas
diminuta (1),Corynebacterium diphtheria (1).
The isolates for PVE were Methicillin Resistant Staphylococcus
aureus (4),Methicillin Sensitive Staphylococcus aureus (2) Methi-
cillin Resistant coagulase negative Staphylococcus (7), Klebsiella
pneumonia (3),Achromobacter denitriﬁcans (1), Burkholderia.cepacia
(2)
The NVE were treated with a combination of a B-lactam or
glycopeptide with an aminoglycoside intravenously for prolonged
period of 4-6 weeks with a successful outcome The PVE cases were
treated with the appropriate antibiotics as per the antibiotic sus-
ceptibility report.
Conclusion:Conclusion: Despite recent advances, themanage-
ment of IE remains a serious and challenging problem The high
morbidity and mortality rates, accurate identiﬁcation of aetiolog-
ical agents and appropriate antimicrobial therapy are associated
with IE. Strict infection control measures will help to reduce the
